log10 values in y-axis, from single marker based association analysis using the logistic regression) were plotted against their map positions (x-axis). The color of each SNP spot reflects its r 2 with the top SNP (large blue diamond) within each association locus, changing from red to white. Estimated recombination rates (based on the targeted sequencing data) were plotted in light blue. Gene annotations were adapted from the University of California at Santa Cruz Genome Browser controls) in the first stage and 13,473 individuals (7,066 cases and 6,407 controls) in the second stage (Table 1) , and three stages of combined analyses, including 8,949 individuals (4,179 cases and 4,770 controls) in the first stage, 13,473 individuals (7,066 cases and 6,407 controls) in the second stage and 20,338 individuals (6,369 cases and 13,969 controls) in the replication stage (Table 2) . Amino acid residue 32 of AIM2 (rs2276405) was found to be located in the middle of an alpha-helix motif buried inside the protein structure. The wild-type Glu residue is acidic, but the mutant Lys residue is basic. As the chemical properties of Glu and Lys are completely opposite, this substitution may destabilise the alpha-helix motif.
Supplementary Figure 8 | Functional similarity network of genes in psoriasis
associated loci. The functional similarity network in this figure is constructed for the genes/loci reported in previous GWASs and present study. The network contains 5 out of the 15 non-HLA psoriasis genes from the present study, such as MTHFR, NPPA, AIM2, CASR and IFNGR2. Genes and their nodes that are not connected to any other node in the network are omitted. Supplementary Table 1 . Summary of the samples analyzed in this study.
Supplementary Tables:

Exome_Asian Array
Exome_Fine Array Genotyping Supplementary Table 7 . The different expression levels of newly identified and conformedgenes in skin from patients and controls based on public psoriasis databases.
